mIBV-S2P: M: E: N (2:1:1:1)
23 % coverage (95 % confidence) with 24 unique peptides
MGWSWIFLFLLSGAAGVHCNLFDSDNNYVYYYQSAFRPPNGWHLQGGAYAVVNSTNHTSNAGSAQGCTVGVIKDVYNQSVASIAMTAPLQGMAWFCTAYCNFSDTTVFVTHCYHIRISAMKNGSLFYNLTVSVSKYPNFKSFQCVNNFTSVYLNGDLVFTSNKTTDVTSAGVYFKAGGPVNYSIMKEFKVLAYFVNGTAQDVILCDNSPKGLLACQYNTGNFSDGFYPFTNSTLVREKFIVYRESSFNTTLALTNFTFTNVSNAQPNSGGVNTFHLYQTQTAQSGYYNFNLSFLSQFVYKASDFMYGSYHPSCSFRPETINSGLWFNSLSVSLTYGPLQGGCKQSVFSGKATCCYAYSYKGPMACKGVYSGELRTNFECGLLVYVTKSDGSRIQTRTEPLVLTQYNYNNITLDKCVAYNIYGRVGQGFITNVTDSAANFSYLADGGLAILDTSGAIDVFVVQGIYGLNYYKVNPCEDVNQQFVVSGGNIVGILTSRNETGSEQVENQFYVKLTNSSGGGGGSIGQNVTSCPYVSYGRFCIEPDGSLKMIVPEELKQFVAPLLNITESVLIPNSFNLTVTDEYIQTRMDKVQINCLQYVCGNSLECRKLFQQYGPVCDNILSVVNSVSQKEDMELLSFYSSTKPKGYDTPVLSNVSTGEFNISLLLKTPISSSGRSFIEDLLFTSVETVGLPTDAEYKKCTAGPLGTLKDLICAREYNGLLVLPPIITADMQTMYTASLVGAMAFGGITSAAAIPFATQIQARINHLGITQSLLMKNQEKIAASFNKAIGHMQEGFRSTSLALQQIQDVVNKQSAILTETMNSLNKNFGAITSVIQDIYAQLDPPQADAQVDRLITGRLSSLSVLASAKQSEYIRVSQQRELATKKINECVKSQSNRYGFCGSGRHVLSIPQNAPNGIVFIHFTYTPESFVNVTAIVGFCVNPANASQYAIVPANGRGVFIQVNGSYYITARDMYMPRDITAGDIVTLTSCQANYVNVNKTVINTFVEDDDFNFNDELSKWWNDTKHELPDFDEFNYTVPVLNISNEIDRIQEVIQGLNDSLIDLETLSILKTYIKWPWYVWLAIFFAIIIFILILGWVFFMTGCCGCCCGCFGIIPLMSKCGKKSSYYTTFDNDVVTEQYRPKKSV

mIBV-S2P-IAV-H6TM/CT: IAV M2 (2:1)
25.8 % coverage (95 % confidence) with 25 unique peptides
MGWSWIFLFLLSGAAGVHCNLFDSDNNYVYYYQSAFRPPNGWHLQGGAYAVVNSTNHTSNAGSAQGCTVGVIKDVYNQSVASIAMTAPLQGMAWFCTAYCNFSDTTVFVTHCYHIRISAMKNGSLFYNLTVSVSKYPNFKSFQCVNNFTSVYLNGDLVFTSNKTTDVTSAGVYFKAGGPVNYSIMKEFKVLAYFVNGTAQDVILCDNSPKGLLACQYNTGNFSDGFYPFTNSTLVREKFIVYRESSFNTTLALTNFTFTNVSNAQPNSGGVNTFHLYQTQTAQSGYYNFNLSFLSQFVYKASDFMYGSYHPSCSFRPETINSGLWFNSLSVSLTYGPLQGGCKQSVFSGKATCCYAYSYKGPMACKGVYSGELRTNFECGLLVYVTKSDGSRIQTRTEPLVLTQYNYNNITLDKCVAYNIYGRVGQGFITNVTDSAANFSYLADGGLAILDTSGAIDVFVVQGIYGLNYYKVNPCEDVNQQFVVSGGNIVGILTSRNETGSEQVENQFYVKLTNSSGGGGGSIGQNVTSCPYVSYGRFCIEPDGSLKMIVPEELKQFVAPLLNITESVLIPNSFNLTVTDEYIQTRMDKVQINCLQYVCGNSLECRKLFQQYGPVCDNILSVVNSVSQKEDMELLSFYSSTKPKGYDTPVLSNVSTGEFNISLLLKTPISSSGRSFIEDLLFTSVETVGLPTDAEYKKCTAGPLGTLKDLICAREYNGLLVLPPIITADMQTMYTASLVGAMAFGGITSAAAIPFATQIQARINHLGITQSLLMKNQEKIAASFNKAIGHMQEGFRSTSLALQQIQDVVNKQSAILTETMNSLNKNFGAITSVIQDIYAQLDPPQADAQVDRLITGRLSSLSVLASAKQSEYIRVSQQRELATKKINECVKSQSNRYGFCGSGRHVLSIPQNAPNGIVFIHFTYTPESFVNVTAIVGFCVNPANASQYAIVPANGRGVFIQVNGSYYITARDMYMPRDITAGDIVTLTSCQANYVNVNKTVINTFVEDDDFNFNDELSKWWNDTKHELPDFDEFNYTVPVLNISNEIDRIQEVIQGLNDSLIDLETLSILKTYIKLAIYSTVSSSLVLVGLIIAMGLWMCSNGSMQCRVCI
mIBV-S2P-NDV-FTM/CT: NDV matrix (2:1)
[bookmark: _GoBack]33.7% coverage at 95% confidence with 37 unique peptides
MGWSWIFLFLLSGAAGVHCNLFDSDNNYVYYYQSAFRPPNGWHLQGGAYAVVNSTNHTSNAGSAQGCTVGVIKDVYNQSVASIAMTAPLQGMAWFCTAYCNFSDTTVFVTHCYHIRISAMKNGSLFYNLTVSVSKYPNFKSFQCVNNFTSVYLNGDLVFTSNKTTDVTSAGVYFKAGGPVNYSIMKEFKVLAYFVNGTAQDVILCDNSPKGLLACQYNTGNFSDGFYPFTNSTLVREKFIVYRESSFNTTLALTNFTFTNVSNAQPNSGGVNTFHLYQTQTAQSGYYNFNLSFLSQFVYKASDFMYGSYHPSCSFRPETINSGLWFNSLSVSLTYGPLQGGCKQSVFSGKATCCYAYSYKGPMACKGVYSGELRTNFECGLLVYVTKSDGSRIQTRTEPLVLTQYNYNNITLDKCVAYNIYGRVGQGFITNVTDSAANFSYLADGGLAILDTSGAIDVFVVQGIYGLNYYKVNPCEDVNQQFVVSGGNIVGILTSRNETGSEQVENQFYVKLTNSSGGGGGSIGQNVTSCPYVSYGRFCIEPDGSLKMIVPEELKQFVAPLLNITESVLIPNSFNLTVTDEYIQTRMDKVQINCLQYVCGNSLECRKLFQQYGPVCDNILSVVNSVSQKEDMELLSFYSSTKPKGYDTPVLSNVSTGEFNISLLLKTPISSSGRSFIEDLLFTSVETVGLPTDAEYKKCTAGPLGTLKDLICAREYNGLLVLPPIITADMQTMYTASLVGAMAFGGITSAAAIPFATQIQARINHLGITQSLLMKNQEKIAASFNKAIGHMQEGFRSTSLALQQIQDVVNKQSAILTETMNSLNKNFGAITSVIQDIYAQLDPPQADAQVDRLITGRLSSLSVLASAKQSEYIRVSQQRELATKKINECVKSQSNRYGFCGSGRHVLSIPQNAPNGIVFIHFTYTPESFVNVTAIVGFCVNPANASQYAIVPANGRGVFIQVNGSYYITARDMYMPRDITAGDIVTLTSCQANYVNVNKTVINTFVEDDDFNFNDELSKWWNDTKHELPDFDEFNYTVPVLNISNEIDRIQEVIQGLNDSLIDLETLSILKTYIKLITYIVLTIISLVFGILSLILACYLMYKQKAQQKTLLWLGNNTLDQMRATTKM


